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Toxicological studies often yield lists of 
genes potentially co-regulated based on 
coordinate expression changes. Three 
examples demonstrate that new 
hypotheses and research directions can be 
proposed by identification of potential 
transcription factor binding sites shared 
among a group of genes, the service the 
web page provides.  Use  in toxicological 
dose-response gene expression studies 
and similar treatment-response 
experimental paradigms is discussed, 
including limitations of the application.  
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APPLICATIONS
Table 2. Regulatory elements common within chronosequential gene
expression patterns.  N.B.: Minus U937 subclone at left; Plus subclone at right.  
U = up > 2-fold, D = down > 2-fold over the intervals 0-6, 6-24, and 24-48 hrs.

Table 3. Regulatory elements 
comparing two differentiation 
agents for genomic response down-
regulated at 6 hrs using ABCC 
GRID Promoter TFSite.Comparison 
Page website.

Table 1.  Genes reported to be Hif1"-
regulated used for validating 
Transcription Factor Analysis. 

For Table 1, Hif1"-regulated genes all

exhibited Hif-response elements in their

promoter regions except one found only in mice.   For Table 2, groups of genes

expressed could be compared both between subclones and between

temporal patterns.  For Table 3, two chemical treatments that induce differentiation

through different means exhibit slight variations in regulatory elements reported. 

BACKGROUND WEB TOOL

Figure 1.  Quick Results Example of Website page for Promoter 
Analysis.  Users can access the website, paste in their favorite gene 
list and, using the options shown, promptly have a list of potential 
transcriptional regulatory sites common to the submitted genes. 


